Dopaminergic dysfunction has an important role in the pathoetiology of alcohol dependence (AD). The purpose of this study was to determine whether the solute carrier family 6 member 3 (SLC6A3) gene (also known as the dopamine transporter DAT gene) was associated with AD, and whether variants in the SLC6A3 locus were associated with specific personality traits in patients with AD. Sixteen polymorphisms in SLC6A3 were analyzed using 637 patients with AD and 523 healthy controls. To reduce clinical heterogeneity, patients were classified into two subgroups: early-onset AD (EOAD) and late-onset AD (LOAD). The Tridimensional Personality Questionnaire was used to assess the personality traits novelty seeking (NS) and harm avoidance (HA) in the patients with AD. Using allele frequency and genotype distribution comparisons and logistic regression analysis, we found evidence of association between rs6350 and AD (P < 0.05). Following subgroup analysis, we confirmed evidence of an association in patients with LOAD (P = 0.003), but not in patients with EOAD. Heterozygous carriers of the A allele have a nearly 3 times greater risk to develop LOAD compared to individuals who do not have an A allele. Although we found that patients with AD had higher NS and HA scores compared to controls (P < 0.001), we did not find evidence of association between SLC6A3 polymorphisms and either NS or HA in patients with AD using linear regression analysis. The findings from our study indicate that the SLC6A3 gene may have a role in susceptibility to late-onset AD in the Han Chinese population.
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Introduction
Alcohol dependence (AD) is a complex disorder presenting a broad variability of clinical manifestations that involve multifactorial etiologies including genetic, behavioral, environmental, and personality factors [1] . The heritability of AD is estimated to be moderate to high ranging from 51% to 64% [2, 3] . In attempts to identify the genetic influence on AD susceptibility, genes involved in the dopaminergic system have drawn much attention during the recent decades. Evidence suggests that alcohol administration alters dopamine release [4] [5] [6] [7] . In medicating dopaminergic activity, the dopamine transporter plays a central role in the human brain. Alcohol may directly affect the function of the dopamine transporter, although with inconsistent results. For example, in vitro studies found that alcohol increased dopamine release via inhibition of the dopamine transporter [8, 9] , whereas a subsequent animal study reported an increase in efficiency of the dopamine transporter caused by alcohol administration [10] . These differences may be accounted for by site-specific dopamine transporter responses towards alcohol in different brain regions [11] . Therefore, dysfunction or altered function of the dopamine transporter may contribute towards the pathophysiology of AD.
The solute carrier family 6 member 3 (SLC6A3) gene (also known as the dopamine transporter DAT gene) consists of 15 exons and is found on chromosome 5p15.3. Polymorphisms at the SLC6A3 locus have been implicated in gene expression, transcriptional activity, and protein availability [12, 13] . Because of conflicting findings regarding an association between SLC6A3 and substance dependence [14, 15] , the role of the SLC6A3 gene in the pathogenesis of AD remains unclear. Evidence of an association between SLC6A3 and AD was limited using few genetic markers. Meta-analyses that explored whether one of the most frequently tested SLC6A3 polymorphisms, a 40-bp variable number tandem repeat (VNTR) in the 3 0 untranslated region, was associated with AD have shown inconsistent results [16, 17] . In contrast, other studies found that several single nucleotide polymorphisms (SNPs) located in exons of the SLC6A3 gene may functionally contribute to AD. For example, the A allele of rs27072 located in exon 15 was identified as a risk allele for AD in a Japanese population [18] . Furthermore, Lind et al. [15] found that the A allele of rs6350 located in exon 2 had a protective effect against harmful drinking behavior in a male Finnish population. However, because of the inconsistent findings supporting a role of the SLC6A3 gene in AD, further study using a larger sample size and a different ethnic population is warranted.
Different subtypes of AD may have different underlying neurobiological etiologies [19] ; furthermore, genetic contributions affect a narrowly defined phenotype of affected individuals (a subgroup) instead of the entire range of phenotypes that form the clinical characteristics of complex brain disorders [20] . A major factor for addiction may be the age of onset. Previous research has demonstrated that age of onset in patients with AD is associated with different genetic variants and activity of the serotonin transporter [21] , response to antidepressants [22] , and clinical characteristics [23] . Schmid and colleagues found that variants in SLC6A3 were associated with increased alcohol consumption by individuals that started drinking early in life and proposed that gene-environment interactions may contribute to the development of AD [24] . Compared to patients with AD characterized by an early onset of AD (EOAD), patients with late onset AD (LOAD) have a prolonged interval from regular drinking to the development of AD, and they may be influenced largely by environmental factors [25] . Furthermore, patients with LOAD show reduced alcohol-drinking behavior with sertraline treatment [22] , a finding that indicates a relationship between alcohol drinking behavior and depression in this subgroup of patients. Based on these findings, we posit that further investigation to determine whether SLC6A3 variants are associated with AD in subgroups defined by the age of onset is warranted. Personality factors may be major predictors for either the course or the outcome of AD [26, 27] . Using the model of Cloninger's biosocial theory of personality, patients with AD have higher novelty seeking (NS) and harm avoidance (HA) scores than that found in controls [28] . Studies have found an association between the SLC6A3 gene and personality traits defined by the Cloninger's model in healthy individuals [29, 30] and patients with depression [31] . However, evidence demonstrating a relationship between the SLC6A3 gene and personality traits of Cloninger's model in patients with AD remains lacking. Therefore, the present study evaluated personality traits determined by the Tridimensional Personality Questionnaire (TPQ) in patients with AD to determine whether there was evidence of genetic contribution to personality.
In the present study, we performed a comprehensive association study using 16 genetic markers from the SLC6A3 gene in a large sample of a Han Chinese population to investigate whether there was evidence of an association between SLC6A3 variants with age of onset and specific personality traits in patients with AD.
Materials and methods

Subjects
The study protocol was approved by the Ethics Committee of Tri-Service General Hospital (TSGH) for the Protection of Human Subjects (TSGHIRB 096-05-073-A). All of the patients were recruited from the outpatient or inpatient departments of TSGH in Taipei, Taiwan. Following a detailed description of the study procedure, written informed consent was obtained from all participants. All of the study participants were recruited from July 1, 1997 to December 31, 2015 and they were unrelated to each other and ethnically Han Chinese.
The patient group consisted of 637 AD patients, of whom 229 are classified with EOAD (age < 24 y/o) and 408 with LOAD (age ! 25 y/o). Each patient was diagnosed AD based on the Diagnostic and Statistical Manual of Mental Disorders, Fourth Edition (DSM-IV-TR) by a general psychiatrist initially in clinical inpatient or outpatient settings and subsequently interviewed by either a well-trained psychologist or a psychiatrist using a Chinese Version of the Modified Schedule of Affective Disorder and Schizophrenia-Life Time (SADS-L) [32] . Patients with a history of other substance dependence (except nicotine), organic brain disease, severe medical illness, or any concomitant major psychiatric disorders were excluded from this study.
The control group comprised 436 healthy volunteers from the community. We used SADS-L to exclude past or present psychiatric illnesses including affective disorders, schizophrenia, anxiety disorders, personality disorders, and substance use disorders in this group. Moreover, subjects with positive family history of psychiatric disorders presented in firstdegree relatives were excluded.
Selection of genetic variants and genotyping methods of the SLC6A3 gene
Genomic DNA from the participants was extracted from peripheral blood leukocytes by a commercial kit (DNAzol; Invitrogen, Carlsbad, CA, USA). The study variants were selected according to the human SLC6A3 polymorphisms in the HapMap database (www.hapmap.org), NCBI SNP database (www.ncbi.nlm.nih.gov/projects/SNP/), and a relevant review of literature [15, 33] 
Assessment of personality traits
The Chinese version of the Tridimensional Personality Questionnaire (TPQ) was used to evaluate personality traits in patient and control groups [34] . We analyzed only NS (32 items, Cronbach's α = 0.70) and HA (34 items, Cronbach's α = 0.87) dimensions but not rewarddependence dimension (RD, 34 items, Cronbach's α = 0.54) because of low inter-rater reliability of RD among Han Chinese in Taiwan [34] . 198 AD patients and 252 controls who completed the TPQ were eligible for subsequent analysis. Subjects in AD group were assessed after a withdrawal period in order to avoid confounding effects as a result of alcohol withdrawal symptoms.
Statistical analysis
We employed an independent sample t test and two-tailed Pearson test to analyze the differences in mean age, gender, allele and genotype frequencies for each SNPs between the AD patients and controls. Fisher's exact test was substituted for chi-square test when the sample size was smaller than expected. Multivariate logistic regression analysis was used to correct the effect of possible covariates such as age, gender, and gene-to-gene interactions in the risk for AD. For personality trait assessment, a linear regression analysis was conducted using each SNP as an independent variable, with patient/control group, gender, and age as covariates, and NS or HA score as dependent variables. All statistical analyses were performed using SPSS statistical software (version 19, SPSS Inc., Chicago, IL, USA).
For haplotype association analysis, we analyzed the linkage disequilibrium (LD) coefficients (D'), haplotype frequency, haplotype block, haplotype association, and Hardy-Weinberg equilibrium for each variant using Haploview V4.1 software (Broad Institute, Cambridge, MA) [35] , in which we defined a haplotype block as a set of contiguous SNPs with an average D' greater than 0.9. All tests were two-tailed, and alpha was set at 0.05. To correct the halplotype analysis for multiple testing, 10,000 permutations were performed for haplotype-specific P-values.
Results
Demographic data
Of the 1,185 participants enrolled in this study, 25 were excluded because of incomplete genotype data. The final 1,160 subjects that were used in our analysis included 637 patients with AD and 523 healthy controls. The mean age of onset for AD group was 30.62 ± 9.52 years. There were no differences in age between the two groups (mean age of 39.36 ± 11.23 years for patients vs. mean age of 39.84 ± 12.32 years for controls, P = 0.490); however, our AD cohort had a higher proportion of males than females compared to the control group (88.2% vs. 69.2% respectively, P < 0.001). Furthermore, 256 patients (40.19%) with AD were recruited from inpatient department and there was no difference in gender and age compared to those recruited from outpatient department (P > 0.05).
SLC6A3 variants in patients with AD
Genotype distributions and allele frequencies in AD and control cohorts are summarized in Table 1 . All variants were in Hardy-Weinberg equilibrium in the control group. We found an increased frequency of the rs6350 A allele and of the A/G genotype in patients with AD compared to that found in controls (uncorrected P = 0.008 and P = 0.008, respectively). We found in our subgroup analysis of genotype distribution comparisons that this association was with the LOAD group (uncorrected P = 0.003), but not with the EOAD group (P = 0.346, as shown in S1 Table) . Following conservative adjustments for multiple comparisons, our finding in the LOAD subgroup remained significant (adjusted P = 3.13 × 10
−3
). To account for potentially confounding effects because of differences in gender distribution between patient and control cohorts, we performed multivariate logistic regression analysis in our efforts to identify putative risk alleles from 16 SNPs in the SLC6A3 gene associated with AD and its subgroups ( Table 2) . We confirmed that rs6350 in the SLC6A3 gene was associated with the pathogenesis of AD (P = 0.012), and the association became more significant in the LOAD subgroup (P = 0.005); heterozygous carriers of the A allele have a nearly 3 times greater risk to develop LOAD compared to individuals who do not have an A allele.
Haplotype analysis in the SLC6A3 gene SNP locations at the SLC6A3 gene, linkage disequilibrium (LD) structure, and D 0 values for all variants used in this study are shown in Fig 1. A haplotype block was defined as a set of contiguous SNPs with an average D 0 greater than 0.9. We identified two major haplotype blocks using these 16 polymorphisms at the SLCC6A3 locus in our cohorts (Table 3) . Block 1 is 20 kb in size and includes five SNPs (rs37020, rs464049, rs460700, rs460000, and rs403636) spanning the region between intron 3 and intron 6, while block 2 is 4.8 kb in size and includes three SNPs (rs2975226, rs2652511, and rs2550948) spanning the promoter region. Among all subjects, no significant difference was observed for these two blocks between patients with AD and controls.
Relationship between SLC6A3 variants and personality scores
One hundred and ninety-eight patients with AD and two hundred and fifty-two controls completed the TPQ and were available for gene-personality analysis. The scores for both HA and NS were higher in the patient cohort than that found in the control cohort (17.24 ± 4.91 vs. 12.61 ± 4.63 respectively, P < 0.001 for NS; 16.63 ± 6.22 vs. 10.58 ± 5.28 respectively, P < 0.001 for HA). No difference were observed in the HA scores between patients from the EOAD (N = 68) and LOAD (N = 130) subgroups who completed the TPQ (16.65 ± 5.32 for EOAD vs. 16.62 ± 6.67 for LOAD, P = 0.978). However, patients with EOAD had higher NS scores than the patients with LOAD (18.60 ± 4.76 vs. 16.53 ± 4.85 respectively, P = 0.004). Using one-way ANOVA to analyze all three groups together (EOAD, LOAD, and controls), we found a decreasing NS score in the order EOAD > LOAD > controls (P < 0.001).
To exclude potential effects from age of onset and gender bias, we performed linear regression analysis to investigate further whether SLC6A3 variants were associated with specific personality traits in patients with AD (Table 4) . Of the 16 SLC6A3 polymorphisms tested, rs464049 and rs37020 were associated with NS (P = 0.024 and P = 0.008, respectively), and several SNPs were associated with HA (P = 0.013 for rs2550948, P = 0.016 for rs2652511, P = 0.016 for rs2975226, and P = 0.036 for rs403636). However, none of these associations remained following Bonferroni corrections for multiple comparisons. Furthermore, gender was not associated with either NS or HA scores; in contrast, we found that age of onset was negatively correlated with NS in patients with AD (P < 0.001).
Discussion
Although the role of the dopamine transporter in dopaminergic neurotransmission makes the SLC6A3 gene an appealing candidate gene for AD, evidence of an association and Age and gender are used as covariates. a Genotype within parenthesis indicates the reference group of genotype. b The minor genotype frequencies are combined if the frequency is less than 10%.
c Odds ratio is given with 95% CI after using a logistic regression analysis compared with controls. identification of susceptibility alleles to AD has been controversial and non-reproducible [16, 36] . To our knowledge, this is the first case-control study using single marker and haplotype analyses with multiple SNPs to determine whether there is evidence of a role of the SLC6A3 gene in patients with AD in a Han Chinese population. Using allele frequency and genotype distribution comparisons, and logistic regression analysis, we found evidence of an association with the A allele of the exonic SNP rs6350 in patients with AD compared to that found in controls. However, not all findings remained statistically significant following corrections for multiple comparisons. In fact, our major finding was in patients from the LOAD subgroup, but not the EOAD subgroup. In the present study, the minor A allele of rs6350 was considered a risk allele for LOAD and that heterozygous carriers have a nearly 3 times increased risk to develop LOAD compared to individuals who do not have the A allele. Our findings are in contrast to the findings of Lind et al. [15] in which the rs6350 A allele was a protective allele associated with decreased severity of problem drinking and incidence of AD. Several factors may account for these observed differences between our studies. First, there can be ethnic-and population-specific differences in allele frequencies and genotype distributions of genetic polymorphisms. The minor allele frequency of rs6350 was approximately 2.2% in our Han Chinese The SLC6A3 gene and late-onset alcohol dependence controls, a frequency that is considerably lower than the 10.5% found in controls from a Finnish population [15] . To decrease the risk of bias because of sample selection and to increase the statistical power of our study, we used a large sample size recruiting 1,160 individuals. In addition, we recruited both males and females with AD instead of specifically testing only affected males in our investigation of the role of the SLC6A3 gene in AD. We also used restricted inclusion criteria for our control subjects, excluding individuals if they met the diagnosis of AD and showed alcohol abuse as determined using the SADS-L. However, individuals recruited in the control cohort of the study by Lind et al. were assessed solely by the Alcohol Use Disorders Identification Test (AUDIT) and furthermore, they were categorized as either pure controls or problem drinkers. This heterogeneity in exclusion and inclusion criteria between the control cohorts of our two studies may also contribute to the differences in their respective findings. Finally, the contradictory AD allele of rs6350 in the two populations might be derived from high recombination between this SNP and a disease locus. However, both Lind et al. and we conclude that rs6350 at the SLC6A3 gene has an association with AD. Whether this synonymous exonic SNP is in linkage disequilibrium with other SLC6A3 variants that could alter transporter availability or function in the human brain warrants further investigation. Genetic polymorphisms at the 5 0 UTR promoter region of SLC6A3 have been proposed to be functional and known to alter transcriptional activity [12] , and that these variants found in the promoter region may have a role in several psychiatric disorders, including attention deficit-hyperactivity disorder [37] , bipolar disorder [38] , and schizophrenia [39] . In the present study, we used three common SNPs to explore the significance of SLC6A3 promoter for AD. However, neither single marker nor haplotype analyses revealed an association between patients with AD and controls. Therefore, despite the fact that SLC6A3 promoter variants are excellent candidates for linkage and association studies, we did not find evidence supporting their role in AD in our cohort of Han Chinese population. For the most investigated 3' UTR VNTRs in relation to AD, two meta-analyses showed inconsistent results [16, 17] . The contradictory findings might be attributable to differences in study design such as data sampling and statistical methods. In the latter study, for example, Ma et al. [17] concluded that the 9-repeat allele increased the risk for AD in different populations using a dominant genetic model with a larger sample size. However, the authors did not include two studies that considered that the 9-repeat allele was protective for AD in Japanese and Han Chinese populations [40, 41] . Another frequently tested polymorphism located in the 3 0 region of SLC6A3 that is tested for association with psychiatric disorders is rs27072, which is in exon 15. Ueno et al. [18] investigated the role of rs27072 in AD in a Japanese population and found that the minor A allele was a risk allele in their AD cohort. In comparison, we found that the minor allele frequency (MAF) of rs27072 was comparable between our affected cohort (24.7%) and that of Ueno et al. (26.6%). However, they had a markedly lower MAF in their control group (17.3%) compared to that found in ours (27.4%). Therefore, it is likely that the MAF differences between the control groups accounts for the differences in findings between the two studies. Based on our findings, we conclude that polymorphisms from either the 5 0 or 3 0 region of the SLC6A3 gene are not associated with AD in our Han Chinese population.
Another factor that may account for the observed heterogeneity between findings in genetic association studies is that interactions between different genetic and environmental factors modulate susceptibility to AD. Therefore, subgroup analysis using age of onset of AD has been used as a means to resolve conflicting findings and increase homogeneity in genetic association studies [21, 22] . In the present study, and following adjustments for multiple comparisons, the rs6350 polymorphism was identified to confer risk to develop AD, specifically in patients from the LOAD subgroup, but not in patients from the EOAD subgroup. In Cloninger's model of alcoholism, type I alcoholism is characterized by anxiety proneness, loss of control and excessive guilt over alcohol intake, over 25 years of age, and progressive severity of alcohol abuse. Individuals with type I alcoholism initially inhibit drinking behavior because of their proneness to anxiety and therefore, experience a later onset of alcoholism. However, they may be characterized as having a binge drinking pattern with a rapid progression, and accompanied by the development of alcoholic liver disease later in life [42] . It is proposed that individuals with type I alcoholism have a greater environmental predisposition than individuals with type II alcoholism. For example, adoptive studies found that both males and females were equally likely to develop type I alcoholism, and that they may have more severe and frequent alcohol abuse if their adoptive fathers have a low occupational status [42] . In addition, there may be neurobiological differences underlying type I and II alcoholism, owing to which individuals with type I alcoholism are more vulnerable to dopaminergic deficits, and individuals with type II alcoholism have deficits in serotonergic neurotransmission [43] . We hypothesize that patients in our LOAD subgroup have deficits in the dopaminergic system because of dysfunction or altered function of the dopamine transporter. Depression is another potential factor that may confound the role of SLC6A3 in patients with LOAD. Previous studies found that depressive symptoms are risk factors for LOAD [44] , and that patients with LOAD have significantly reduced alcohol drinking and favorable outcomes following treatment with antidepressants [45] . Although Kranzler et al. [22] posited a role for the serotonergic system towards susceptibility of AD among patients with LOAD, we propose that dopaminergic deficits contribute to both depression and addictive disorders, and are responsible for the comorbidity found between depression and AD. We hypothesize that individuals with the rs6350 A allele show dysfunction or altered dopaminergic function, and that this genetic predisposition increases vulnerability to environmental stressors or exacerbates a predisposition to depression in patients with LOAD. Consequently, we speculate that these patients adopted a selfmedication pattern of alcohol drinking behavior for their sub-clinical depression, which occurs later in life and contributes to the late-onset of AD found in these patients. In the present study, we could not examine environmental factors such as life stressors or childhood negative experiences, or evaluate the presence or severity of depressive symptoms in our cohorts. Nevertheless, it is warranted that future studies are performed to investigate these factors.
Because pathologies that underlie comorbid personality traits may contribute or have an effect on the course or prognosis of AD, specific personality traits may reflect a genetic predisposition for substance abuse [26, 27] . Our patients with AD had higher NS and HA scores compared to the healthy controls, findings that are in line with those from an earlier study [28] . In our subgroup analysis, we found that patients with EOAD had the highest NS scores, followed by patients with LOAD, and controls. In contrast, no association was found between our subgroups and controls using HA scores. It was proposed that NS is a highly inherited personality trait [46] , and similar to addiction, is modulated by the dopaminergic system [47] . Individuals with a high NS score are more likely to experiment with drugs at an early age, to be attracted to novel stimuli, and to respond rapidly to cues for reward despite potential punishment. Therefore, it was considered that a high NS score was a predictor for an increased risk of relapse, cravings, and the compulsive use of alcohol in patients with AD [48, 49] . However, evidence demonstrating that NS and addictive behaviors are affected by dysfunction of altered function of the dopaminergic system because of variants in SLC6A3 is limited. For healthy controls, both association and non-association between NS and SLC6A3 polymorphisms have been reported [30, 50, 51] . Therefore, researchers argued that the impact of genes on specific personality traits might be due to gene-gene interactions rather than a single genetic polymorphism. To minimize or avoid potential confounding effects caused by age of onset or gender, we used linear regression analysis instead of one-way ANOVA in our evaluation. Although evidence of associations between two SLC6A3 intronic variants (rs464049 and rs37020) and NS was found, the findings were not significant following corrections for multiple testing. However, our finding that there is no association is comparable to previous studies that did not find evidence of association in patients with substance use disorders such as amphetamine dependence [52] and heroin dependence [53] . Anghelescu and colleagues proposed that the 3 0 VNTR polymorphism of the SLC6A3 gene may affect NS in Caucasian patients with AD. They found that a small subgroup of patients homozygous for the 10 allele had lower NS tendencies compared to that found in other patients with AD and controls [54] . Although we did not directly test the 3 0 VNTR in our study, we used multiple genetic markers to comprehensively cover the SLC6A3 gene. In addition, we performed strict statistical analyses incorporating adjustments for multiple comparisons, and used a large sample size to confirm that there was no evidence of an association between the SLC6A3 gene and NS scores in our cohort of patients with AD. In line with the current understanding that HA is determined by the serotonergic system of the brain, we found no evidence of an association between our tested SNPs in SLC6A3 and HA scores in our cohort of patients with AD. Therefore, although we found higher scores for NS and HA personality traits in patients with AD compared to that found in controls, we found no evidence of a role for the SLC6A3 gene in influencing these specific personality traits in an AD cohort from the Han Chinese population.
We identified several limitations in the present study. First, despite enrolment of a relatively large number of participants, there may be insufficient power to robustly detect associations within patient subgroups and in particular, the EOAD subgroup. Our total sample size (N = 752) for EOAD subgroup analysis only had the power of 0.69 to detect a small effect. Second, we observed a disequilibrium in the sex ratio between our controls and that found in our AD cohort. To account for this observed gender bias, we analyzed our data only in male subjects (as shown in S2 Table) . Although the results were similar to that obtained using total subjects, we only detected nominal association for rs6350 after multiple corrections between case and control groups, including that for LOAD subgroup. This finding might be attributable to the insufficient sample size for male subjects and warrants further investigation. Third, we used a dichotomized method with an age of onset at 25 years, rather than a detailed age distribution, for the subgroup analysis, which may not be sufficient to apply in real situation. Fourth, although personality scores were not determined while patients were intoxicated or in a state of withdrawal, the possible confounding effects of medications such as soporifics or sedatives on personality traits cannot be ruled out. In addition, we used Cloninger's biosocial theory that considers NS and HA, but not other personality traits in the Temperament and Character Inventory such as persistence, self-directedness, cooperativeness, and self-transcendence. Therefore, the lack of evidence supporting genetic contribution to personality in our study does not represent the entire personality dimension, but is specific to that of NS and HA in our patient cohort. Moreover, ethnic or population differences in allele or genotype frequencies of genetic variants or environmental factors may have important roles in the pathogenesis of AD, particularly, of LOAD. However, the influence of environmental factors on the disease was not examined in the present study. Finally, the MAF of rs6350 was very low (less than 3%) and we did not find any individuals homozygous for the A allele in our study. Further investigation to determine whether this exonic SLC6A3 gene variant has a role in the development of AD in individuals later in life is warranted.
Conclusion
Using single marker and haplotype analyses, we found evidence of an association between the SLC6A3 gene and susceptibility to AD. Following adjustments for multiple comparisons, evidence of this association remained in patients from the LOAD subgroup, but not the EOAD subgroup in our study of a Han Chinese population. In addition, we found no evidence for a role of the SLC6A3 gene in personality traits in our cohort of patients with AD. Further geneenvironment association studies are warranted to confirm our findings. 
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